Supplementary Results
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analyzed. For sf-HCVHFBR, 13 harvests from serum-free culture from the bioreactor shown in Fig. 3 were 82 analyzed. On top, mean specific infectivity values are shown for each condition. 
85
Supernatant from the derived cultures of HFBR harvest 3 (prior to treatment) and harvest 24 (during 86 treatment) (Fig. 7 ) was used to infect Huh7.5 cells followed by treatment with daclatasvir at different 87 concentrations as described in Material and Methods. The % infectivity was calculated, and curves were 88 fitted as described in Materials and Methods. Data points are means of three replicates with SEM. to treatment with daclatasvir ( Fig. 7) and diluted 1-, 10-, 100-, and 1000-fold. Full-length amplicons 107 spanning the complete HCV ORF were generated by RT-PCR. PCR products were visualized on a 1% 108 agarose gel. On the top part of the gel a) PCR products derived from the HCV second passage stock were 109 loaded onto lane 2-5, harvest 9 PCR products were loaded onto lane 6-9 and harvest 12 PCR products 110 from 1-, and 10-fold diluted RNA were loaded onto lane 11-12. A 1 kB DNA ladder (New England from 100-, and 1000-fold diluted RNA were loaded onto lane 2-3, and harvest 14 PCR products were 113 loaded onto lane 4-7. A 1 kB ladder was loaded onto lane 1. Two images were taken of the top a) and 114 bottom b) part of the gel, respectively, and cropped for clarity (Fig. 7) . Default software (Image Lab 115 5.2.1, BIO-RAD) settings were used (auto-scale with gamma correction set to 1).
